A maximum-likelihood estimator of the genetic identity between polyploid species.
Based on a recently proposed method for estimating the genetic identity between polyploid species, maximum-likelihood estimators are given for the genetic identity between polyploid species, for the ancestral degree of homozygosity and their variances. As an example, the genetic identity, the ancestral degree of homozygosity and their variances were estimated from data sets of populations of two species, the weevil Polydrusus mollis and the salamander Ensatina complex. It was found that other indices of the genetic identity between species obviously underestimate genetic identity due to the pooling of differences caused by mutation and drift.